MicroRNAs (miRNAs) have been documented as having an important role in the development of cancer. Broccoli is very popular in large groups of the population and has anticancer properties. Junctional adhesion molecule A (JAMA) is preferentially concentrated at tight junctions and influences cell morphology and migration. Epithelial-mesenchymal transition (EMT) is a developmental program associated with cancer progression and metastasis. In this study we aimed to investigate the role of miRNAs from broccoli in human nasopharyngeal cancer (NPC). We demonstrated that a total of 84 conserved miRNAs and 184 putative novel miRNAs were found in broccoli by sequencing technology. Among these, miR156a was expressed the most. In addition, synthetic miR156a mimic inhibited the EMT of NPC cells in vitro. Furthermore, it was confirmed that JAMA was the target of miR156a mimic as validated by 3' UTR luciferase reporter assays and western blotting. Knockdown of JAMA was consistent with the effects of miR156a mimic on the EMT of NPC, and the up-regulation of JAMA could partially restore EMT repressed by miR156a mimic. In conclusion, these results indicate that the miR156a mimic inhibits the EMT of NPC cells by targeting the 3' UTR of JAMA. These miRNA profiles of broccoli provide a fundamental basis for further research. Moreover, the discovery of miR156a may have clinical implications for the treatment of patients with NPC.
Introduction
MicroRNAs (miRNAs) are an abundant class of small non-coding RNAs that suppress gene expression at the post-transcriptional level, usually by imperfect base-pairing to the 3' untranslated region (UTR) of a target mRNA, which results in either degradation of the mRNA or inhibition of translation [1] . miRNAs have been widely shown to modulate various cellular processes, including proliferation, differentiation, cell death, and cell mobility [2] . Furthermore, dysregulation of miRNAs has been linked to cancer and other diseases [3] . Recently, the rate of plant miRNA discoveries has increased dramatically with the advent of second-generation sequencing technology [4] . In the genus Brassica, 427 mature miRNAs in Arabidopsis thaliana have been discovered, 384 from Arabidopsis lyrata and 153 from Brassica rapa (miRBase release 20.0, June, 2013, http://mirbase.org/).
The Brassica genus is cultivated in most parts of the world and includes various important agronomical crops, such as Brassica rapa, Brassica oleracea var. italica (broccoli) and so on. Broccoli is very popular in large groups of the population owing to its flavor and its anticancer activities in prostate cancer, colon and rectal cancer, and so on [5] . Although broccoli is an important cereal crop, no miRNAs have been reported in broccoli. Interestingly, a recent report indicated that food-derived exogenous plant miR168a can pass through the gastrointestinal (GI) tract of mice and enter the circulation [6] . Therefore, we wished to investigate whether the miRNAs from broccoli had anticancer properties.
The junctional adhesion molecules A (JAMA), also known as JAM-1 and F11R, belong to a family of tight junction proteins and mediate several different physiologic processes, including intercellular junction assembly, cell polarity, and cell morphology [7, 8] . Previous studies have shown that the overexpression of JAMA is a possible mechanism contributing to progression in primary breast cancer [9] . Moreover, our previous results also suggested that JAMA plays a role in regulating the epithelial-mesenchymal transition (EMT) of nasopharyngeal carcinoma (NPC), which is fairly rare in Western Europe and North America, but has a higher incidence in Southern China [10] . EMT, an early embryonic development program in which cells convert from the epithelial to the mesenchymal state, plays a pivotal role in the progression and metastasis of malignant tumors [11] . During EMT epithelial cells acquire mesenchymal features, including enhancement of motility and invasiveness, elevated resistance to apoptosis, and increased expression of mesenchymal markers such as vimentin and N-cadherin [12] .
In this study we aimed to investigate the role of miRNAs from broccoli in NPC. Our results indicate that there are 84 conserved miRNAs and 184 novel miRNAs in broccoli. In addition, synthetic miR156a mimic, which is expressed the most in broccoli, inhibited the EMT of NPC cells in vitro. Furthermore, it was confirmed that JAMA was the target of miR156a mimic, as validated by 3' UTR luciferase reporter assays and Western blotting. Knockdown of JAMA was consistent with the effects of miR156a mimic on the EMT of NPC, and the up-regulation of JAMA could partially restore EMT repressed by the miR156a mimic. Taken together, these miRNA profiles of broccoli provide a fundamental basis for further research. Moreover, our results suggest that miRNA156a mimic exhibits novel anticancer activity in vitro.
Materials and Methods

Plant Material and Growth Conditions
Seeds of broccoli (Sakata Seed Corporation, Kanagawa, Japan) were used for the experiments. The seeds were cultivated and harvested as previously described [13, 14] . Small RNA Library Preparation and Sequencing Extraction of total RNA from broccoli were performed using TRIzol reagent (Invitrogen, Carlsbad, CA, USA) according to the manufacturer's instructions, and the samples were used as a single RNA pool. The construction of small RNA libraries and the deep-sequencing were performed by the Beijing Genomics Institute (BGI) (Shenzhen, China). Then, the analysis of small RNAs and the identification of conserved and putative novel miRNAs were performed as described in our previous study [14] . To validate the results from the bioinformatics-based analysis, we used stem-loop real-time RT-PCR. Total RNA was extracted using Trizol reagent. Then, first-strand cDNA synthesis was performed with an iScript cDNA synthesis kit (Bio-rad, Hercules, CA, USA). Real-time RT-PCR was carried out as previously described [14] . The reactions were repeated at least three times for sound statistical analysis. U6 were used as an internal control. The sequences of PCR primers are included in S1 Table. Quantification of JAMA mRNA by Real-time RT-PCR Cells were harvested 24 hours after miR156a mimics or negative controls were transfected, and RNA was extracted using Trizol reagent following the manufacturer's protocol. Four micrograms of total RNA was reverse transcribed into cDNA using the SuperScript First-Strand Synthesis System (Invitrogen). Real time RT-PCR was performed using SYBR Green Mix (Biorad). The reactions were repeated at least three times for sound statistical analysis. GAPDH expression was used as internal control. The 2 ΔΔ C T method has been used to calculate relative changes in gene expression determined from real-time qPCR experiment using the following equations:
where, the C T values were directly provided from real-time PCR instrumentation. The sequences of PCR primers are included in S1 Table. Cell Culture and Reagents CNE2, HONE1 and C666-1 cell lines were available from the Cancer Institute of Southern Medical University, Guangzhou, China and were originally purchased from the American Type Culture Collection (ATCC). The three cell lines were maintained in RPMI 1640 medium supplemented with 10% fetal bovine serum (FBS, Hyclone, Logan, UT, USA) and antibiotics. MiRNA156a mimics were purchased from Ribobio (Guangzhou, China).
Bioinformatics Analysis
Full-length cDNAs of the human genes were obtained from the National Center for Biotechnology Information (NCBI) GenBank database. A program was developed and implemented to identify miR156a-matched sites in the entire coding sequence (CDS)/UTR of the transcripts. This program used several common criteria to determine whether a transcript was a target for miR156a, as described previously [6] .
Transwell and Boyden Chamber Assays
Transwell and Boyden chamber assays were performed as described previously [15] . Cells were harvested 24 hours after miR156a mimics or negative controls were transfected, then 2 × 10 4 cells were plated into the upper chamber and incubated for 22 hours.
Wound Healing Assay
As described previously [15] , cells transfected with miR156a mimics or negative controls were harvested and seeded into culture plates and grown under permissive conditions until they reached 90% confluence. Cells were then serum-starved for 24 hours, and similar-sized wounds were made. The distance between the wound edges was measured immediately after wounding, and again after 48 hours.
3' UTR Luciferase Reporter Assay
DNA fragments of the 3' UTR of JAMA that host the predicted complementary sites of miR156a or the mutated sites were digested by NotI-HF and XhoI (New England Biolabs, Ipswich, MA, USA). The DNA fragments were then cloned downstream of the Renilla luciferase reporter gene in psiCHECK2 dual luciferase reporter plasmid (Promega, Madison, WI, USA). 293T cell lines were seeded in 96-well plates and co-transfected with luciferase reporters together with miR156a mimic or negative control. Cells were lyzed with Dual-Luciferase Reporter (Promega). The luciferase activities were measured 48 hours after transfection, according to the manufacturer's instructions, using the Panomics Luminometer (Affymetrix, Santa Clara, CA, USA). Luciferase activity was normalized by Renilla luciferase activity. The sequences of PCR primers used for these clonings are included in S2 Table.
Construction of Lentivirus Vectors
The lentivirus vectors were constructed as previously described [10] . Briefly, the pWPI lentivirus vector system was obtained from Addgene (Cambridge, MA, USA 
Western Blotting Analysis
Cells were lysed in RIPA buffer. Protein mixed with loading buffer and heated at 70°C for 10 minutes were loaded on SDS-polyacrylamide gels at 30 ug per lane. The proteins were transferred to PVDF (Millipore, Massachusett, USA) after electrophoresis. Membranes were blocked for 2 hours in 5% bovine serum albumin (BSA) and incubated overnight at 4°C with the SP rabbit polyclonal antibody against E-Cadherin (Sigma), α-Catenin (Sigma), Fibronectin (Cell signaling), Vimentin (Santa Cruz), JAMA (Santa Cruz), Akt (Cell signaling), ERK (Santa Cruz) and GAPDH (Santa Cruz). Membranes were then incubated with horseradish peroxidase (HRP)-conjugated secondary antibody (1:1,000, Santa Cruz Biotechnology) for 1 hour at room temperature. Finally, bands were visualized by enhanced chemiluminescence (Thermo Scientific Pierce, Illinois, USA).
Statistical Analysis
Statistical analysis was performed with the statistical package for social sciences (SPSS), v 15.0, and data are presented as mean ± standard deviation (SD). Statistical differences among groups were assessed with one-way analysis of variance (ANOVA). A P-value < 0.05 was considered statistically significant.
Results
miRNA Identification in Broccoli
To study the miRNAs in broccoli a small RNA library was constructed. After the removal of low-quality tags and adaptor sequences, 25 637 679 clean reads were obtained, representing 9 831 568 (38.34%) unique sequences. Thee size distribution of small RNAs was then analyzed, as shown in Fig 1A, the most abundant small RNAs were 24-nucleotide (nt) long in the broccoli library, and the second largest population was the 21-nt ones, followed by 22-nt and 23-nt small RNAs. As the genome sequence for broccoli has not yet been released, we mapped these small RNAs to the available Brassica rapa genome. As a result, perfect matches were obtained for about 31.2% of the total small RNAs, representing 18.1% of unique sequences. Genomic location analysis indicated that the majority of small RNAs were almost evenly located in the strand of the chromosome from A1 to A13 (Fig 1B) . Moreover, most miRNA sequences start with uridine (U), whereas the majority of 24-nt siRNAs have adenosine (A) as their 5' first nucleotide ( Fig 1C) . Conserved miRNA families were found in many plant species and have important functions in plants. In our study, 84 known miRNAs were identified ( Table 1 ). The read number of the conserved miRNAs was highly variable. For example, miR156a, miR168a, and miR157d were detected in, respectively 178 919, 118 314 and 102 632 reads, whereas the majority of broccoli miRNAs were only sequenced in < 5000 reads, and some rare miRNAs were detected in < 10 reads. Furthermore, the relatively high expression of miRNA was also confirmed by quantitative RT-PCR. Consistent with the sequencing results, miR156a, miR168a, and miR157d had the highest expression in broccoli, whereas miR165a-3p was expressed at the lowest level among the 14 miRNAs (Fig 1D) . In addition, we also predicted putative new miRNA genes. Consistent with previous studies on plant miRNA and our former results, these results indicated that most miRNA sequences start with uridine (U) as their 5' first nucleotide, and the largest population was the 21-nt miRNAs ( Table 2 ). The prediction program Mireap (https:// sourceforge.net/projects/mireap) was used to predict novel miRNA by exploring the secondary structure, the Dicer cleavage site, and the minimum free energy of the unannotated small RNA tags that could be mapped to the B. rapa genome. Based on these predictions, 184 miRNAs were considered novel ( Table 2) . With an average of 130 read counts, the putative novel miRNAs showed lower expression levels than the conserved miRNAs. These novel miRNA Brom0007-5p
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miR156a Mimic Represses the Epithelial-Mesenchymal Transition of Human Nasopharyngeal Cancer Cells 
MiR156a Mimics Repress the EMT of NPC Cells In Vitro
To address the question whether miR156a from broccoli exhibits anticancer activity, we conducted an analysis of miR156a mimic on the EMT of NPC in vitro. The cellular migration and invasive activities of NPC cells upon stimulation with miR156a mimic were investigated by transwell and Boyden assays. We found that miR156a mimic significantly suppressed the invasion of CNE2, HONE1 and C666-1 cells in Boyden assays and reduced migration in transwell assays (Fig 2A, 2B and 2C) . Moreover, the migration index decreased significantly in CNE2 and HONE1 cells when miR156a mimics were transfected (Fig 2D, 2E and 2F ). In miR156a mimic-transfected cell lines, western blotting revealed an increase in expression levels of α-catenin and E-cadherin, and a decrease in expression levels of the mesenchymal cell markers fibronectin and vimentin (Fig 2G and 2H) . These results indicate that miR156a mimic represses the EMT of NPC cells in vitro.
miR156a Mimic Directly Targets the 3' UTR of JAMA and Reduces JAMA Protein Levels In Vitro
To understand the underlying molecular mechanism by which miR156a suppresses NPC cell invasion and metastasis, we searched for miR156a targets using different computational methods according to a previous study [6] and the basic local alignment search tool (BLAST) of NCBI (http://blast.ncbi.nlm.nih.gov/Blast.cgi). These methods identified 40 candidate genes that were commonly predicted to be possible targets of miR156a (S3 Table) . The most highly conserved sequence of a putative binding site among various species is located in the 3' UTR of JAMA (Fig 3A) . The minimum free binding energy was calculated to be -27.3 kcal/mol. First, we evaluated whether miR156a mimic could negatively regulate JAMA expression. As shown in Fig 3B and 3C , the decrease in JAMA protein expression was confirmed by western blotting, miR156a Mimic Represses the Epithelial-Mesenchymal Transition of Human Nasopharyngeal Cancer Cells whereas JAMA mRNA expression was not affected. Moreover, a luciferase reporter assay was performed to determine whether miR156a had an effect on the 3' UTR of JAMA. The wildtype or mutant miR156a complementary sites (CS) were cloned into a luciferase reporter vector and transfected into 293T cells combined with miR156a mimic (Fig 3D) . As expected, compared with the negative controls, co-transfection of miR156a mimic with the human JAMA 3' UTR wild type reporter (psiCHECK2-JAMA 3' UTR-WT) resulted in a highly significant decrease in luciferase activity. A consistent lack of decrease in luciferase activity was observed when miR156a mimic or negative control was co-transfected with the empty vector or the mutant reporter (psiCHECK-JAMA-3' UTR-MUT), indicating that the predicted site is a direct target of miR156a ( Fig 3E) .
JAMA is Essential for the MiR156a Mimic Inhibited EMT of NPC Cells and Involved in the Activation p-Akt
Previous studies have confirmed that JAMA regulates epithelial cell proliferation through Akt/ β-catenin signaling [16] . Our results consistently indicated that the epithelial marker Ecadherin was significantly increased in CNE2 and HONE1 cell lines, whereas the protein The expressions of epithelial (E-cadherin and α-catenin) and mesenchymal markers (vimentin and Fibronectin) in CNE2 (G) and C666-1 (H) were measured by western blotting. Data are presented as mean ± SD (n = 3). Significant differences between the negative controls and miRNA156a mimics indicated by *P < 0.05 and **P < 0.01.
doi:10.1371/journal.pone.0157686.g002
miR156a Mimic Represses the Epithelial-Mesenchymal Transition of Human Nasopharyngeal Cancer Cells expression of JAMA and p-Akt was reduced after transfection with miR156a mimic. However, the ERK signaling pathway was not affected (Fig 4A and 4B) . JAMA was shown to be an authentic target for miR156a, but further investigation was needed to determine whether miR156a mimic inhibited EMT through direct down regulation JAMA. First, we investigated whether reducing JAMA expression might exert a similar repression effect on miR156a mimic. The results indicated that after transfection of JAMA-siRNA into CNE2 and HONE1 cell lines the expression of E-cadherin was increased, whereas p-Akt and the mesenchymal cell marker vimentin were substantially knocked down (Fig 4C and 4D) .
To further test whether JAMA is a direct functional mediator of the EMT of NPC cells inhibited by the miR156a mimic, a pWPI-JAMA overexpressed vector was successfully constructed. Then, CNE2 cells were transfected with the JAMA plasmid or vector control, along with miR156a mimic or negative control. Western blotting indicated that JAMA could partially abrogate the miR156a mimic-repressed EMT in NPC cells by activating p-Akt (Fig 4E) . These results strongly support that miR156a mimic regulates the mesenchymal phenotype that directly targets the 3' UTR of JAMA. Discussion miRNAs have emerged as important regulators of a wide range of plant physiologic processes and have contributed to the metastasis of most human cancers [1, 17] . With the development of high-throughput sequencing technology, the discovery of plant miRNAs has increased dramatically [4] . Although broccoli possesses anticancer properties, no miRNAs have been reported in broccoli [5] . EMT plays a pivotal role in the progression and metastasis of malignant tumors [11] . We therefore hypothesized that miRNAs from broccoli might have anticancer effects. Our results indicate that there are 84 conserved miRNAs and 184 putative novel miRNAs in broccoli found by sequencing technology. Among these miR156a was expressed the most. In addition, synthetic miR156a mimic inhibited the EMT of NPC cells in vitro. Furthermore, it was confirmed that JAMA was the target of miR156a, as validated by 3' UTR luciferase reporter assays and Western blotting analysis. Knockdown of JAMA was consistent with the effects of 156a mimic on the EMT of NPC, and the upregulation of JAMA could partially restore EMT repressed by miR156a mimic. Taken together, these miRNA profiles of broccoli provide a fundamental basis for further research. Moreover, the discovery of miR156a mimic may have clinical implications for the treatment of patients with NPC. High-throughput sequencing methods now provide a rapid and efficient additional approach to identifying and profiling populations of small RNAs. Similar to the typical size distribution of small RNAs observed in other plants [18] , our results indicate a range of small RNAs, 21-24 nt in length, in broccoli, with most of the unique sequence reads being 24 nt in length. Genomic location analysis also indicated that a majority of small RNAs were almost evenly located in the strand of chromosome. These results were the same with small RNAs from Phaeodactylum tricornutum [19] . Moreover, similar to previous studies, the present study also found that miRNA sequences from broccoli start with uridine (U) [20] .
Currently, > 24 521 hairpin sequences and 30 424 mature sequences have been identified in plants, animals, viruses, and even some unicellular organisms (miRBase release 20.0, June, 2013, http://mirbase.org/). Although a large number of miRNAs have been identified, none have been reported in broccoli. The identified conserved miRNAs have been shown in a variety of plant species. For example, miR319, miR156/157, miR169, miR165/166, and miR394 were found in more than 40 plant species [21] . However, miRNA in broccoli displayed a significantly varied abundance from each other. For example, the majority of broccoli miRNAs were sequenced in > 1000 reads, and some rare miRNAs were detected in about 10 reads. Inconsistently, previous studies have confirmed that miR159, miR166a, miR164, miR171f, and miR168 in Brassica rapa and Arabidopsis had a relatively high number of reads, whereas miR169 family members had a low number of reads [18, 22] ; miR156a, miR168a, and miR157d topped the list of copy numbers in broccoli. This may suggest a species-specific expression profile for miRNA. Generally, new species-specific miRNAs are considered to be young miRNAs that have recently evolved, and are often expressed at a lower level than conserved miRNAs, as was reported for Arabidopsis and Brassica napus [18] . This observation is also true for many of the new broccoli miRNAs identified here. Moreover, consistent with previous studies in plant miRNA, most putative miRNA sequences were confirmed to start with uridine (U) as their 5' first nucleotide, and the largest population was the 21-nt miRNAs [20] . These novel miRNA precursors had fewer negative folding free energies than plant miRNA precursors (-71.0 kcal/mol in rice and -59.5 kcal/mol in Arabidopsis) [23] .
Previous studies have shown that JAMA induces endothelial cell migration and adhesion [24] . Our previous results also suggested that JAMA plays a role in regulating the EMT of NPC cells [10] . The present study indicated that miR156a mimic inhibited the EMT of NPC cells by targeting JAMA. Based on this and previous evidence, we can conclude that genuine plant miR156a from broccoli, not miR156a mimic, may inhibit the EMT of NPC cells by targeting the 3' UTR of JAMA. This conclusion is also supported by the observation reported by Zhang et al. that plant miR168a specifically targets mammalian low-density lipoprotein receptor adaptor protein 1(LDLRAP1) [6] . Taken together, this confirms that miRNA156a of broccoli may play an important role in regulating the EMT of NPC. Generally, miR156a is conserved in plants. The conserved miR156a have been found in about 40 plant species (miRBase release 20.0). It was confirmed that miR156a play an important role in regulateing flowering and responsing to stress [25] . Xu et al. indicated that vegetative phase change in flowering plants is regulated by a decrease in the level of miR156. Most of the miR156 in Arabidopsis thaliana shoots is produced by miR156a and miR156c [26] . Yang et al. confirmed that sugar promoted vegetative phase change in A. thaliana by repressing the expression of miR156a and miR156c [27] . In the present study, we indicated that miRNA156a of broccoli may play an important role in regulating the EMT of NPC. However, we have no idea whether miR156a in other plants may also have the same effects. In our future study, we will pay more attention to the effect of miR156a from other plants.
As we know, plants and animals share several similarities in the basic phenomenon underlying miRNA biogenesis and its functionality. However, many differences are as follows. First, miR156a Mimic Represses the Epithelial-Mesenchymal Transition of Human Nasopharyngeal Cancer Cells significant numbers of animal miRNAs are located in the introns of pre-mRNAs, though both plant and animal miRNA genes are predominantly located in what is conventionally termed the intergenic regions. Moreover, polycistronic pri-miRNA transcripts with multiple miRNA-generating hairpins have been detected but are rare in plants [28] . Second, there are many differences in miRNA biogenesis. Most notably, the Drosha gene that processes the pri-miRNA to the pre-miRNA in animals in the cytoplasm is absent from plant genomes; this function is carried out by the plant RNase-III-like protein, Dicer-like 1 (DCL1). DCL1 appears to catalyze the processing of the primary miRNA transcript to form the miRNA:miRNA Ã duplex in the nucleus.
More subtle differences include somewhat more pairing between the miRNA and the other arm of the stem loop in plants compared to animals, a tighter distribution of plant miRNA lengths that centers on 21 nt rather than the 22-to 23-nt lengths most often seen in animals and perhaps a stronger preference for a U at the 5' terminus of the plant miRNAs [29] . Third, animal miRNAs typically anneal with imperfect sequence complementarity to the 3'UTR of the target mRNAs and reduce protein levels through miRNA-mediated transational repression [30] . In contrast with animal miRNAs, most plant miRNAs cause mRNA degradation by interacting with their target sequence through prefect or near-perfect complementarity, usually in the protein coding region [31] . Interestingly, Zhang et al. [6] showed that plant miRNA168a prevented mRNA from being translated by binding to exons on the target genes. However, our data show that miR156a mimic bound to its binding site located in 3' UTR of the JAMA gene and then reduced the level of JAMA protein expression, but did not affect the mRNA level. These results suggest that miRNA156a mimic executes its function similarly to mammalian miRNA. A recent publication suggests that some plant miRNAs can pass through the mouse GI tract and enter the circulatory system in association with microvesicles. Furthermore, they demonstrated that plant miRNAs in food can regulate the expression of target genes in mammals [6] . However, zhang et al. compared some of the most abundant plant miRNAs in public animal sRNA datasets against the NCBI nucleotide sequence database (NT) and conducted insect feeding studies. Their results indicated that the observed plant miRNAs in animal small RNA datasets are not universal in animals [32] . Dickinson et al. also indicated that small RNAs from the plasma and liver of mice fed on rice chow did not reveal any measurable uptake of rice grain miRNAs, including osa-miR168a [33] . Unfortunately, we only confirmed that miR156a mimic can target JAMA to repress the EMT of human NPC cells. However, there are differences between miRNA mimics and genuine plant miRNAs: for example, plant miRNAs are 2'-O-methyl modified on their terminal nucleotide, whereas animal miRNAs or miRNA mimics synthesized by us with free 2' and 3' hydroxyls [6] . Moreover, the present studies were performed in vitro using miRNA mimics, although miRNAs were found in mammalian serum in some reports. Therefore, we do not know whether genuine miR156a from broccoli-which may be different from mimics-can regulate the expression of JAMA genes in mammals. Undoubtedly, follow-up studies are urgently required to carefully evaluate the uptake of foodderived miRNAs and the role of the genuine miR156a from broccoli in animals.
In summary, 84 conserved miRNAs and 184 novel miRNAs were found for the first time in broccoli. Moreover, miR156a mimics inhibited the EMT of NPC cells by targeting the 3' UTR of JAMA. Taken together, these miRNA profiles of broccoli provide a fundamental basis for further research. Moreover, the discovery of miR156a mimics may have clinical implications for the treatment of patients with NPC.
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